Key indicators: single-crystal X-ray study; T = 173 K; mean (C-C) = 0.003 Å; R factor = 0.051; wR factor = 0.128; data-to-parameter ratio = 12.5.
In the title compound, C 10 H 9 N 5 , the fused 2-methylimidazo[1,2-a]pyrimidine ring system is approximately planar [dihedral angle of 1.14 (9) between the two fused rings] and the 1H-pyrazole ring is rotated by 28.16 (11) out of that plane. In the crystal, the molecules are linked into linear chains along the [100] direction by classical intermolecular N-HÁ Á ÁN hydrogen bonds.
Related literature
For the medical properties of imidazo[1,2-a]pyrimidine derivatives, see: An et al. (2009) ; Kim et al. (2011) ; Linton et al. (2011) . For related structures, see: Yang et al. (2008) ; Anaflous et al. (2004) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). (2) 2.08 (2) 2.966 (2) 175 (2) Symmetry code: (i) x À 1; y; z.
Data collection: SMART (Bruker, 2000) ; cell refinement: SMART; data reduction: SAINT (Bruker, 2000) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXTL.
2-Methyl-3-(1H-pyrazol-3-yl)imidazo[1,2-a]pyrimidine
Guo-Rui Gao and Wen-Hu Duan Comment Imidazo[1,2-a]pyrimidine derivatives have been used for treatment of cancers (An et al., 2009; Kim et al., 2011; Linton et al., 2011) , and some analogues were reported (Anaflous et al., 2004; Yang et al., 2008) . The title compound was synthesized by the reaction of 1-(2-methylimidazo[1,2-a]pyrimidin-3-yl)ethanone with 1,1-dimethoxy-N,N-dimethylmethanamine, and its crystal structure was confirmed by single crystal X-ray analysis (Fig. 1 ). In this compound, the fused 2-methylimidazo[1,2-a]pyrimidine ring system are approximately coplanar with a tiny dihedral angle being 1.14 (9)°, but the 1H-pyrazole ring is rotated 28.16 (11)° out of the the fused 2-methylimidazo[1,2-a]pyrimidine ring system plane. Further analysis showed that each molecule is associated with two neighbors to generate an infinite onedimensional chain extending along the [1 0 0] direction with the formation classical intermolecular N12-H30A···N6 i hydrogen bond (Fig. 2 ). Symmetry code: (i) x -1, y, z. The relevant parameters are listed in Table 1 .
Experimental
A mixture of 1-(2-methylimidazo[1,2-a]pyrimidin-3-yl)ethanone (500 mg, 2.86 mmol) and 1,1-dimethoxy-N,N-dimethylmethanamine (3.8 ml, 28.6 mmol) was heated at 373 K for 6 h. After cooling to room temperature, EtOH (10 ml) and hydrazine hydrate (0.28 ml, 5.72 mmol) were added and the reaction mixture was refluxed for 3 h. The mixture was diluted with water and extracted with CH 2 Cl 2 . The organic layer was dried over MgSO 4 and evaporated. The crude product was chromatographed on silica gel eluting with DCM-MeOH (10/1) to give the title compound as a pale-yellow solid (300 mg, yield: 52%).
Refinement
H atoms attached to NH group and methyl C atoms were located in a difference Fourier map and refined isotropically.
The other H atoms attached to C atoms were positioned with idealized geometry (C-H = 0.95Å) using a riding model with U iso (H) = 1.2U eq (C).
Computing details
Data collection: SMART (Bruker, 2000) ; cell refinement: SMART (Bruker, 2000) ; data reduction: SAINT (Bruker, 2000) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication:
SHELXTL (Sheldrick, 2008 
Figure 2
The one-dimensional chain structure extending along [100], with hydrogen bonds shown as dashed lines. Symmetry codes: (i) x -1, y, z; (ii) x + 1, y, z.
2-Methyl-3-(1H-pyrazol-3-yl)imidazo[1,2-a]pyrimidine
Crystal data Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (10) 0.0521 (10) −0.0001 (7) −0.0008 (7) 0.0043 (7) N6 0.0318 (9) 0.0591 (10) 0.0575 (11) −0.0004 (7) 0.0089 (7) 0.0040 (8) C3 0.0303 (9) 0.0368 (9) 0.0446 (10) 0.0011 (7) 0.0051 (7) −0.0007 (8) N12 0.0259 (9) 0.0593 (11) 0.0735 (12) 0.0001 (7) 0.0086 (8) 0.0012 (9) C5 0.0259 (9) 0.0429 (10) 0.0492 (11) 0.0010 (7) 0.0026 (7) −0.0013 (8) C9 0.0325 (10) 0.0550 (12) 0.0504 (11) 0.0036 (8) −0.0024 (8) 0.0025 (9) C10 0.0305 (9) 0.0376 (10) 0.0506 (11) 0.0012 (7) 0.0060 (8) −0.0044 (8) N11 0.0265 (8) 0.0531 (10) 0.0666 (11) 0.0001 (7) 0.0063 (7) 0.0046 (8) 
